SCide: identification of stabilization centers in proteins.
SCide is a program to identify stabilization centers from known protein structures. These are residues involved in cooperative long-range contacts, which can be formed between various regions of a single polypeptide chain, or they can belong to different peptides or polypeptides in a complex. The server takes a PDB file as an input, and the result is presented in graphical or text format. SCide is available on the web at http://www.enzim.hu/scide. The source code can be obtained from the authors on request.